Fig. S1:
Heat maps showing z-scores of discriminatory metabolite entities in ASW cells compared to control culture. X-axis represents the replicates of the culture (A); (Controllane (1-6) -red bar (B); ASW -lane (7- 12) The color scheme through signifies the elevation and reduction in metabolite concentration in ASW compared to control : dark blue: lowest; dark red: highest.
Fig. S2:
Similarity search for Scenedesmus sp. IITRIND2 against freshwater and marine microalgal species based on the identified proteins using proteomics studies. The functional annotation and grouping of the identified proteins was done by QuickGo, EMBL-EBI (https://www.ebi.ac.uk/QuickGO/) using Explore biology tool. The annotation and proteomics analysis suggested that the identified proteins of Scenedesmus sp. IITRIND2 belonged to 15 different algae which comprises of both fresh water and marine species. For fresh water species, the maximum hits were related to Desmodesmus communis (12 %), followed by Chlamydomonas reinhardtii (11 %) and Ettlia pseyudoalveolaris (10 %) respectively. On the other hand, for marine algae, maximum similarity was recorded with Ostreococcus tauri (8.33 %) respectively. 
